. Genetic construction used for the expression of the recombinant rBamSP_1 and rBamMP_1, and the structural elements added to the sequence of the recombinant toxin are shown (the BamHI and PstI sites as well as the stop codons are underlined).
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Herlinda Clement, Ligia Luz Corrales-García, Damaris Bolaños, Gerardo Corzo and Elba Villegas Figure S1 . Genetic construction used for the expression of the recombinant rBamSP_1 and rBamMP_1, and the structural elements added to the sequence of the recombinant toxin are shown (the BamHI and PstI sites as well as the stop codons are underlined). 2) was used in the sample with trypsin and the incubation was 18 hw at a temperature of 37C. The peptides produced by enzymatic cleavage were desalted with Zip Tip C18 (Millipore; Billerica, MA, USA) and applied in an LC-MS (Liquid Chromatography-Mass Spectrometry) system composed of an EASY-nLC II nanoflow pump (Thermo-Fisher Co .; San Jose, CA, USA) coupled to a LTQ-Orbitrap Velos mass spectrometer (Thermo-Fisher Co., San Jose, CA, USA) with a nano-electrospray (ESI) ionization source. Total ion scanning (Full Scan) was performed on the Orbitrap analyzer with a resolution power of mass (RP Power; RP = m / FWHM) of 60,000. Peptide fragmentation was performed using the methods of CID (Collision-Induced Dissociation) and HCD (Highenergy Collision Dissociation). All spectra were acquired in positive detection mode. The execution and capture of the fragmentation data were performed depending on the total ion scan according to the predetermined charges (only ions with z2 +, z3 + and z4 + charges were fragmented) with an isolation width of 2.0 (m / z), normalized collision energy of 35 arbitrary units, Q activation of 0.250, activation time of 10 milliseconds and maximum injection time of 10 milliseconds per micro-scan. During the automatic capture of data the dynamic ion exclusion was used: (i) 500 ion exclusion list, (ii) 30 seconds pre-exclusion time and (iii) 70 seconds exclusion time. The PDB search and protein identification was performed with the spectrometric data in .raw format in the Proteome Discoverer 1.4.1.14 program (Thermo-Fisher Co., San Jose, CA, USA) through the Sequest HT search engine. For the identity search, the bothrops.fasta (UniProt) protein database was used.
